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SEQUENCE LISTING 

<110> Reinhard, Christoph 

<120> HUMAN CYCL IN -DE PENDANT KINASE (hPNQALRE) 



<130> 200130.459 

<140> US 09/464, 065 
<141> 1999-12-15 

<160> 17 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 1002 

<212> DNA 

<213> Homo sapien 

<400> 1 

ggaccttcta gaatggacca gtactgcatc ctgggccgca tcggggaggg cgcccacggc 60 

atcgtcttca aggccaagca cgtggagact ggcgagatag ttgccctcaa gaaggtggcc 120 

ctaaggcggt tggaagacgg cttccctaac caggccctgc gggagattaa ggctctgcag 180 

gagatggagg acaatcagta tgtggtacaa ctgaaggctg tgttcccaca cggtggaggc 240 

tttgtgctgg cctttgagtt catgctgtcg gatctggccg aggtggtgcg ccatgcccag 300 

aggccactag cccaggcaca ggtcaagagc tacctgcaga tgctgctcaa gggtgtcgcc 360 

ttctgccatg ccaacaacat tgtacatcgg gacctgaaac ctgccaacct gctcatcagc 420 

gcctcaggcc agctcaagat agcggacttt ggcctggctc gagtcttttc cccagacggc 480 

agccgcctct acacacacca ggtggccacc aggtctgtgg gctgcatcat gggggagctg 540 

ttgaatgggt cccccctttt cccgggcaag aacgatattg aacagctttg ctatgtgctt 600 

cgcatcttgg gcaccccaaa ccctcaagtc tggccggagc tcactgagct gccggactac 660 

aacaagatct cccttaagga gcaggtgccc atgcccctgg aggaggtgct gcctgacgtc 720 

tctccccagg cattggatct gctgggtcaa ttccttctct accctcctca ccagcgcatc 780 

gcagcttcca aggctctcct ccatcagtac ttcttcacag ctcccctgcc tgcccatcca 840 

tctgagctgc cgattcctca gcgtctaggg ggacctgccc ccaaggccca tccagggccc 900 

ccccacatcc atgacttcca cgtggaccgg cctcttgagg agtcgctgtt gaacccagag 960 

ctgattcggc ccttcatcct ggagaggtga ggatcctgag aa 1002 

<210> 2 

<211> 325 

<212> PRT 

<213> Homo sapien 

<400> 2 

Met Asp Gin Tyr Cys lie Leu Gly Arg lie Gly Glu Gly Ala His Gly 

15 10 15 

He Val Phe Lys Ala Lys His Val Glu Thr Gly Glu He Val Ala Leu 

20 25 30 

Lys Lys Val Ala Leu Arg Arg Leu Glu Asp Gly Phe Pro Asn Gin Ala 

35 40 45 

Leu Arg Glu He Lys Ala Leu Gin Glu Met Glu Asp Asn Gin Tyr Val 



2 



50 55 60 

Val Gin Leu Lys Ala Val Phe Pro His Gly Gly Gly Phe Val Leu Ala 
65 70 75 80 

Phe Glu Phe Met Leu Ser Asp Leu Ala Glu Val Val Arg His Ala Gin 

85 90 95 

Arg Pro Leu Ala Gin Ala Gin Val Lys Ser Tyr Leu Gin Met Leu Leu 

100 105 110 

Lys Gly Val Ala Phe Cys His Ala Asn Asn lie Val His Arg Asp Leu 

115 120 125 

Lys Pro Ala Asn Leu Leu lie Ser Ala Ser Gly Gin Leu Lys lie Ala 

130 135 140 

Asp Phe Gly Leu Ala Arg Val Phe Ser Pro Asp Gly Ser Arg Leu Tyr 
145 150 155 160 

Thr His Gin Val Ala Thr Arg Ser Val Gly Cys He Met Gly Glu Leu 

165 170 175 

Leu Asn Gly Ser Pro Leu Phe Pro Gly Lys Asn Asp He Glu Gin Leu 

180 185 190 

Cys Tyr Val Leu Arg He Leu Gly Thr Pro Asn Pro Gin Val Trp Pro 

195 200 205 

Glu Leu Thr Glu Leu Pro Asp Tyr Asn Lys He Ser Leu Lys Glu Gin 

210 215 220 

Val Pro Met Pro Leu Glu Glu Val Leu Pro Asp Val Ser Pro Gin Ala 
225 230 235 240 

Leu Asp Leu Leu Gly Gin Phe Leu Leu Tyr Fro Pro His Gin Arg He 

245 250 255 

Ala Ala Ser Lys Ala Leu Leu His Gin Tyr Phe Phe Thr Ala Pro Leu 

260 265 270 

Pro Ala His Pro Ser Glu Leu Pre He Pro Gin Arg Leu Gly Gly Pre 

275 280 285 ' 

Ala Pro Lys Ala His Pro Gly Pro Pro His He His Asp Phe His Val 

290 295 300 

Asp Arg Pro Leu Glu Glu Ser Leu Leu Asn Pro Glu Leu He Arg Pro 
305 310 315 320 

Phe He Leu Glu Arg 
325 

<210> 3 
<211> 1053 
<212> DNA 
<213> Homo sapien 

<400> 3 

atggaccagt actgcatcct gggccgcatc ggggagggcg cccacggcat cgtcttcaag 6 0 

gccaagcacg tggagactgg cgagatagtt gccctcaaga aggtggccct aaggcggttg 120 

gaagaegget tccctaacca ggccctgcgg gagattaagg etctgeagga gatggaggac 180 

aatcagtatg tggtacaact gaaggctgtg ttcccacacg gtggaggctt tgtgctggcc 240 

tttgagttca tgctgtcgga tetggecgag gtggtgcgcc atgeccagag gccgctagcc 300 

caggcacagg tcaagagcta ectgeagatg ctgetcaagg gtgtcgcctt ctgccatgcc 360 

aacaacattg tacateggga cctgaaacct gccaacctgc tcatcagcgc ctcaggccag 42 0 

ctcaagatag eggactttgg cctggctcga gtcttttccc cagaeggcag ccgcctctac 48 0 

acacaccagg tggccaccag gtggtaccga gcccccgagc tcctgtatgg tgcccgccag 54 0 

tatgaccagg gegtcgatet gtggtctgtg ggctgeatea tgggggagct gttgaatggg 600 

tccccccttt tcccgggcaa gaacgatatt gaacagcttt gctatgtgct tegcatcttg 66 0 

ggcaccccaa accctcaagt ctggccggag ctcactgagc tgeeggacta caacaagatc 72 0 



3 



tcctttaagg agcaggtgcc catgcccctg gaggaggtgc tgcctgacgt ctctccccag 780 

gcattggatc tgctgggtca attccttctc taccctcctc accagcgcat cgcagcttcc 840 

aaggctctcc tccatcagta cttcttcaca gctcccctgc ctgcccatcc atctgagctg 900 

ccgattcctc agcgtctagg gggacctgcc cccaaggccc atccagggcc cccccacatc 960 

catgacttcc acgtggaccg gcctcttgag gagtcgctgt tgaacccaga gctgattcgg 1020 

cccttcatcc tggaggggtg aggatcctga gaa 1053 

<210> 4 

<211> 346 

<212> PRT 

<213> Homo sapien 



<400> 4 



Met 


As P 


Gin 


Tyr 


Cys 


He 


Leu 


Gly 


Arg 


He 


Gly 


Glu 


Gly 


Ala 


His 


Gly 


1 








5 










10 










15 




He 


Val 


Phe 


Lys 


Ala 


Lys 


His 


Val 


Glu 


Thr 


Gly 


Glu 


He 


Val 


Ala 


Leu 








20 










25 










30 






Lys 


Lys 


Val 


Ala 


Leu 


Arg 


Arg 


Leu 


Glu 


Asp 


Gly 


Phe 


Pro 


Asn 


Gin 


Ala 






35 










40 










45 








Leu Arg 


Glu 


He 


Lys 


Ala 


Leu 


Gin 


Glu 


Met 


Glu 


Asp 


Asn 


Gin 


Tyr 


Val 




50 










55 










60 










Val 


Gin 


Leu 


Lys 


Ala 


Val 


Phe 


Pro 


His 


Gly 


Gly 


Gly 


Phe 


Val 


Leu 


Ala 


65 










70 










75 










80 


Phe 


Glu 


Phe 


Met 


Leu 


Ser 


Asp 


Leu 


Ala 


Glu 


Val 


Val 


Arg 


His 


Aia 


Gin 










85 










90 










95 




Arg 


Pro 


Leu 


Ala 


Gin 


Ala 


Gin 


Val 


Lys 


Ser 


Tyr 


Leu 


Gin 


Met 


Leu 


Leu 








100 










105 










110 






Lys 


Gly 


Val 


Aia 


Phe 


Cys 


His 


Ala 


Asn 


Asn 


lie 


Val 


His 


Arg 


Asp 


Leu 






115 










120 










125 








Lys 


Pro 


Ala 


Asn 


Leu 


Leu 


He 


Ser 


Ax a 


Ser 


G±y 


Gin 


Leu 


Lys 


lie 


Aia 




13C 










135 










140 










Asp 


Phe 


Gly 


Leu 


Ala 


Arg 


val 


pne 


Ser 


Pro 


Asp 


tjiy 


Ser 


Arg 


j_»eu 


Tyr 


145 










150 










155 










160 


Thr 


His 


Gin 


Val 


Ala 


Thr 


Arg 


Trp 


Tyr 


Arg 


Ala 


Pro 


Glu 


Leu 


Leu 


Tyr 










165 










170 










175 




Gly Ala 


Arg 


Gin 


Tyr 


Asp 


Gin 


Gly 


Val 


Asp 


Leu 


Trp 


Ser 


Val 


Gly 


Cys 








180 










185 










190 






He 


Met 


Gly 


Glu 


Leu 


Leu 


Asn 


Gly 


Ser 


Pro 


Leu 


Phe 


Pro 


Gly 


Lys 


Asn 






195 










200 










205 








Asp 


He 


Glu 


Gin 


Leu 


Cys 


Tyr 


Val 


Leu 


Arg 


He 


Leu 


Gly 


Thr 


Pro 


Asn 




210 










215 










220 










Pro 


Gin 


Val 


Trp 


Pro 


Glu 


Leu 


Thr 


Glu 


Leu 


Pro 


Asp 


Tyr 


Asn 


Lys 


He 


225 










230 










235 










240 


Ser 


Phe 


Lys 


Glu 


Gin 


Val 


Pro 


Met 


Pro 


Leu 


Glu 


Glu 


Val 


Leu 


Pro 


Asp 










245 










250 










255 




Val 


Ser 


Pro 


Gin 


Ala 


Leu 


Asp 


Leu 


Leu 


Gly 


Gin 


Phe 


Leu 


Leu 


Tyr 


Pro 








260 










265 










270 






Pro 


His 


Gin 


Arg 


He 


Ala 


Ala 


Ser 


Lys 


Ala 


Leu 


Leu 


His 


Gin 


Tyr 


Phe 






275 










280 










285 








Phe 


Thr 


Ala 


Pro 


Leu 


Pro 


Ala 


His 


Pro 


Ser 


Glu 


Leu 


Pro 


He 


Pro 


Gin 




290 










295 










300 










Arg 


Leu 


Gly 


Gly 


Pro 


Ala 


Pro 


Lys 


Ala 


His 


Pro 


Gly 


Pro 


Pro 


His 


He 


305 










310 










315 










320 


His 


Asp 


Phe 


His 


Val 


Asp 


Arg 


Pro 


Leu 


Glu 


Glu 


Ser 


Leu 


Leu 


Asn 


Pro 
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325 330 335 

Glu Leu lie Arg Pro Phe lie Leu Glu Arg 
340 345 

<210> 5 
<211> 1092 
<212> DNA 
<213> Homo sapien 

<400> 5 

atggaccagt actgcatcct 
gccaagcacg tggagccgag 
gagatagttg ccctcaagaa 
gccctgcggg agattaaggc 
aaggctgtgt tcccacacgg 
ctggccgagg tggtgcgcca 
ctgcagatgc tgctcaaggg 
ctgaaacctg ccaacctgct 
ctggctcgag tcttttcccc 
tggtaccgag cccccgagct 
tggtctgtgg gctgcatcat 
aacgatattg aacagctttg 
tggccggagc tcactgagct 
atgcccctgg aggaggtgct 
ttccttctct accctcctca 
ttcttcacag ctcccctgcc 
ggacctgccc ccaaggccca 
cctcttgagg agtcgctgtt 
ggatcctgag aa 

<210> 6 
<211> 359 
<212> PRT 
<213> Homo sapien 



<400> 6 



Met 


Asp 


Gin 


Tyr 


Cys 


He 


Leu 


Gly 


Arg 


lie 


Gly 


Glu 


Gly 


Ala His Gly 


1 








5 










10 








15 


He 


Val 


Phe 


Lys 


Ala 


Lys 


His 


Val 


Glu 


Pro 


Arg 


Val 


Gly 


Trp Gin Cys 








20 










25 










30 


Leu 


Pro 


Ser 


He 


Leu 


Gin 


Thr 


Gly 


Glu 


lie 


Val 


Ala 


Leu 


Lys Lys Val 






35 










40 










45 




Ala 


Leu 


Arg 


Arg 


Leu 


Glu 


Asp 


Gly 


Phe 


Pro 


Asn 


Gin 


Ala 


Leu Arg Glu 




50 










55 










60 






He 


Lys 


Ala 


Leu 


Gin 


Glu 


Met 


Glu 


Asp 


Asn 


Gin 


Tyr 


Val 


Val Gin Leu 


65 










70 










75 






80 


Lys 


Ala 


Val 


Phe 


Pro 


His 


Gly 


Gly 


Gly 


Phe 


Val 


Leu 


Ala 


Phe Glu Phe 










85 










90 








95 


Met 


Leu 


Ser 


Asp 


Leu 


Ala 


Glu 


Val 


Val 


Arg 


His 


Ala 


Gin 


Arg Pro Leu 








100 










105 










110 


Ala 


Gin 


Ala 


Gin 


Val 


Lys 


Ser 


Tyr 


Leu 


Gin 


Met 


Leu 


Leu 


Lys Gly Val 






115 










120 










125 




Ala 


Phe 


Cys 


His 


Ala 


Asn 


Asn 


He 


Val 


His 


Arg 


Asp 


Leu 


Lys Pro Ala 




130 










135 










140 







gggccgcatc ggggagggcg cccacggcat cgtcttcaag 60 

ggtgggctgg cagtgtctgc cttctatcct gcagactggc 12 0 

ggtggcccta aggcggttgg aagacggctt ccctaaccag 180 

tctgcaggag atggaggaca atcagtatgt ggtacaactg 240 

tggaggcttt gtgctggcct ttgagttcat gctgtcggat 3 00 

tgcccagagg ccactagccc aggcacaggt caagagctac 360 

tgtcgccttc tgccatgcca acaacattgt acatcgggac 420 

catcagcgcc tcaggccagc tcaagatagc ggactttggc 48 0 

agacggcagc cgcctctaca cacaccaggt ggccaccagg 540 

cctgtatggc gcccgccagt atgaccaggg cgtcgatctg 6 00 

ggggg a g ct g ttgaatgggt cccccctttt cccgggcaag 66 0 

ctatgtgctt cgcatcttgg gcaccccaaa ccctcaagtc 720 

gccggactac aacaagatct cctttaagga gcaggtgccc 780 

gcctgacgtc tctccccagg cattggatct gctgggtcaa 840 

ccagcgcatc gcagcttcca aggctctcct ccatcagtac 900 

tgcccatcca tctgagctgc cggttcctca gcgtctaggg 960 

tccagggccc ccccacatcc atgacttcca cgtggaccgg 1020 

gaacccagag ctgattcggc ccttcatcct ggaggggtga 1080 

> 1092 
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Asn 


Leu 


Leu 


lie 


Ser 


Ala 


Ser 


Gly 


Gin 


Leu 


Lys 


He 


Ala 


Asp 


Phe 


Gly 


145 










ten 
150 










155 










160 


Leu 


Ala 


Arg 


Val 


Phe 


Ser 


Pro 


Asp 


Gly 


Ser 


Arg 


Leu 


Tyr 


Thr 


His 


Gin 










165 










170 










175 




Val 


Ala 


Thr 


Arg 


Trp 


Tyr 


Arg 


Ala 


Pro 


Glu 


Leu 


Leu 


Tyr 


Gly 


Ala 


Arg 








180 










185 










190 






Gin 


Tyr 


Asp 


Gin 


Gly 


Val 


Asp 


Leu 


Trp 


Ser 


Val 


Gly 


Cys 


He 


Met 


Gly 






195 










200 










205 








Glu 


Leu 


Leu 


Asn 


Gly 


Ser 


Pro 


Leu 


Phe 


Pro 


Gly 


Lys 


Asn 


Asp 


lie 


Glu 




210 










215 










220 










Gin 


Leu 


Cys 


Tyr 


Val 


Leu 


Arg 


He 


Leu 


Gly 


Thr 


Pro 


Asn 


Pro 


Gin 


Val 


225 










230 










235 










240 


Trp 


Pro 


Glu 


Leu 


Thr 


Glu 


Leu 


Pro 


Asp 


Tyr 


Asn 


Lys 


He 


Ser 


Phe 


Lys 










245 










250 










255 




Glu 


Gin 


Val 


Pro 


Met 


Pro 


Leu 


Glu 


Glu 


Val 


Leu 


Pro 


Asp 


Val 


Ser 


Pro 








260 










265 










270 






Gin 


Ala 


Leu 


Asp 


Leu 


Leu 


Gly 


Gin 


Phe 


Leu 


Leu 


Tyr 


Pro 


Pro 


His 


Gin 






275 










O O A 










o o c 
2 8 5 








Arg 


lie 


Ala 


Ala 


Ser 


Lys 


Ala 


Leu 


Leu 


His 


Gin 


Tyr 


Phe 


Phe 


Thr 


Ala 




290 










295 










300 










Pro 


Leu 


Pro 


Ala 


His 


Pro 


Ser 


Glu 


Leu 


Pro 


Val 


Pro 


Gin 


Arg 


Leu 


Gly 


305 










310 










315 










320 


Gly Pro 


Ala 


Pro 


Lys 


Ala 


His 


Pro 


Gly 


Pro 


Pro 


His 


He 


His 


Asp 


Phe 










325 










330 










335 




His 


Val 


Asp 


Arg 


Pro 


Leu 


Glu 


Glu 


Ser 


Leu 


Leu 


Asn 


Pro 


Glu 


Leu 


He 








340 










345 










350 






Arg 


Pro 


Phe 


He 


Leu 


Glu 


Gly 





















355 



<210> 7 

<211> 1038 

<212> DNA 

<213> Homo sapien 



<400> 7 

atggaccagt actgcatcct gggccgcatc ggggagggcg cccacggcat cgtcttcaag 6 0 

gccaagcacg tggagecgag ggtgggctgg cagtgtctgc cttctatcct gcagactggc 12 0 

gagatagttg ccctcaagaa ggtggcccta aggcggttgg aggaeggett ccctaaccag 18 0 

gccctgcggg agattaaggc tetgeaggag atggaggaca atcagtatgt ggtacaactg 24 0 

aaggctgtgt tcccacacgg tggaggcttt gtgctggcct ttgagttcat getgteggat 300 

ctggccgagg tggtgcgcca tgeccagagg ccactagccc aggcacaggt caagagctac 360 

ctgcagatgc tgctcaaggg tgtcgccttc tgccatgcca acaacattgt acategggae 42 0 

ctgaaacctg ccaacctgct catcagcgcc tcaggccagc tcaagatagc ggactttggc 48 0 

ctggctcgag tcttttcccc agaeggcage cgcctctaca cacaccaggt ggccaccagg 540 

tggtaccgag cccccgagct cctgtatggt gcccgccagt atgaccaggg cgtcgatctg 6 00 

tggtctgtgg getgeatcat gggggagctg ttgaatgggt cccccctttt cccgggcaag 660 

aacgatattg aacagctttg ctatgtgctt cgcatcttgg gcaccccaaa ccctcaagtc 72 0 

tggceggage aggtgeccat gcccctggag gaggtgctgc ctgacgtctc tccccaggca 78 0 

ttggatctgc tgggtcaatt ccttctctac cctcctcacc agcgcatcgc agcttccaag 840 

gctctcctcc atcagtactt cttcacagct cccctgcctg cccatccatc tgagctgccg 900 

attcctcagc gtctaggggg acctgccccc aaggcccatc cagggccccc ccacatccat 960 

gacttccacg tggaccggcc tcttgaggag tcgctgttga acccagagct gattcggccc 1020 

ttcatcctgg aggggtga 1038 
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<210> 8 

<211> 345 

<212> PRT 

<213> Homo sapien 



<400> 8 



Met Asp 


Gin 


Tyr 


Cys 


He 


Leu Gly Arg lie 


Gly 


Glu 


Gly 


Ala 


His 


Gly 


1 








5 




10 










15 




He 


Val 


Phe 


Lys 


Ala 


Lys 


His Val Glu Pro 


Arg 


Val 


Gly 


Trp 


Gin 


Cys 








20 






25 








30 






Leu 


Pro 


Ser 


He 


Leu 


Gin 


Thr Gly Glu lie 


Val 


Ala 


Leu 


Lys 


Lys 


Val 






35 








40 






45 








Ala 


Leu 


Arg 


Arg 


Leu 


Glu 


Asp Gly Phe Pro 


Asn 


Gin 


Ala 


Leu 


Arg 


Glu 




50 










55 




60 










He 


Lys 


Ala 


Leu 


Gin 


Glu 


Met Glu Asp Asn 


Gin 


Tyr 


Val 


Val 


Gin 


Leu 


65 










70 




75 










80 


Lys 


Ala 


Val 


Phe 


Pro 


His 


Gly Gly Gly Phe 


Val 


Leu 


Ala 


Phe 


Glu 


Phe 










85 




90 










95 




Met 


Leu 


Ser 


Asp 


Leu 


Ala 


Glu Val Val Arg 


His 


Ala 


Gin 


Arg 


Pro 


Leu 








100 






105 








110 






Ala 


Gin 


Ala 


Gin 


Val 


Lys 


Ser Tyr Leu Gin 


Met 


Leu 


Leu 


Lys 


Gly 


Val 






115 








120 






125 








Ala 


Phe 


Cys 


His 


Ala 


Asn 


Asn He Val His 


Arg 


Asp 


Leu 


Lys 


Pro 


Ala 




130 










135 




140 










Asn 


Leu 


Leu 


lie 


Ser 


Ala 


Ser Gly Gin Leu 


Lys 


He 


Ala 


Asp 


Phe 


Gly 


145 










150 




155 










160 


Leu 


Ala 


Arg 


Val 


Phe 


Ser 


Pro Asp Gly Ser 


Arg 


Leu 


Tyr 


Thr 


His 


Gin 










165 




170 










175 




Val 


Ala 


Thr 


Arg 


Trp 


Tyr 


Arg Ala Pro Glu 


Leu 


Leu 


Tyr 


Gly 


Ala 


Arg 








180 






185 








190 






Gin Tyr 


Asp 


Gin 


Gly Val 


Asp Leu Trp Ser 


Val 


Gly 


Cys 


He 


Met 


Gly 






195 








200 






205 








Glu 


Leu 


Leu 


Asn 


Gly 


Ser 


Pro Leu Phe Pro 


Gly 


Lys 


Asn 


Asp 


He 


Glu 




210 










215 




220 










Gin 


Leu 


Cys 


Tyr 


Val 


Leu 


Arg He Leu Gly 


Thr 


Pro 


Asn 


Pro 


Gin 


Val 


225 










230 




235 










240 


Trp 


Pro 


Glu 


Gin 


Val 


Pro 


Met Pro Leu Glu 


Glu 


Val 


Leu 


Pro 


Asp 


Val 










245 




250 










255 




Ser 


Pro 


Gin 


Ala 


Leu Asp 


Leu Leu Gly Gin 


Phe 


Leu 


Leu 


Tyr 


Pro 


Pro 








260 






265 








270 






His 


Gin 


Arg 


He 


Ala 


Ala 


Ser Lys Ala Leu 


Leu 


His 


Gin 


Tyr 


Phe 


Phe 






275 








280 






285 








Thr 


Ala 


Pro 


Leu 


Pro 


Ala 


His Pro Ser Glu 


Leu 


Pro 


He 


Pro 


Gin 


Arg 




290 










295 




300 










Leu Gly 


Gly 


Pro 


Ala 


Pro 


Lys Ala His Pro 


Gly 


Pro 


Pro 


His 


He 


His 


305 










310 




315 










320 


Asp Phe 


His 


Val 


Asp Arg 


Pro Leu Glu Glu 


Ser 


Leu 


Leu 


Asn 


Pro 


Glu 










325 




330 










335 




Leu 


He 


Arg 


Pro 


Phe 


He 


Leu Glu Gly 















340 345 



<210> 9 
<211> 7 
<212> PRT 



7 



<213> Unknown 
<220> 

<223> Sequence which characterizes the cyclin binding 
domain of cyclin -dependant kinases. 

<400> 9 

Pro Asn Gin Ala Leu Arg Glu 
1 5 

<210> 10 

<211> 7 

<212> PRT 

<213> Unknown 

<220> 

<223> Sequence which characterizes the cyclin binding 
domain of cyclin- dependant kinases. 

<400> 10 

Pro Phe Thr Ala lie Arg Glu 
1 5 

<210> 11 
<211> 7 
<212> PRT 
<213> Unknown 

<220> ' 
<223> Sequence which characterizes the cyclin binding 
domain of cyclin- dependant kinases. 

<400> 11 

Pro lie Ser Ser Leu Arg Glu 
1 5 

<210> 12 
<211> 7 
<212> PRT 
<213> Unknown 

<220> 

<223> Sequence which characterizes the cyclin binding 
domain of cyclin- dependant kinases. 

<400> 12 

Pro lie Thr Ala Leu Arg Glu 
1 5 

<210> 13 
<211> 7 
<212> PRT 
<213> Unknown 



<220> 

<223> Sequence which characterizes the cyclin binding 
domain of cyclin-dependant kinases. 



<400> 13 

Pro Leu Ser Thr He Arg Glu 
1 5 

<210> 14 
<211> 7 
<212> PRT 
<213> Unknown 



<220> „ . 

<223> Sequence which characterizes the cyclin binding 
domain of cyclin-dependant kinases. 



<400> 14 

Pro He Ser Thr Val Arg Glu 
1 5 

<210> 15 
<211> 7 
<212> PRT 
<213> Unknown 



<220> 

<223> Sequence which characterizes the cyclin binding 
domain of cyclin-dependant kinases. 

<400> 15 

Pro Ser Thr Ala He Arg Glu 
1 5 

<210> 16 
<211> 7 
<212> PRT 
<213> Unknown 

<220> , . l _, a . 

<223> Sequence which characterizes the cyclin binding 
domain of cyclin-dependant kinases. 

<400> 16 

Asn Arg Thr Ala Leu Arg Glu 
1 5 

<210> 17 

<211> 21 

<212> PRT 

<213> Homo spaien 

His°Asp 7 phe His Val Asp Arg Pro Leu Glu Glu Ser Leu lie Asn Pro 



1 5 
Glu Leu He Arg Pro 
20 



